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Figure 



CTAAAAAATATGTTCTCTACAACACCAAGGCTCATTAAAATATTTTAAATATT 

AATATACATTTCTTCTGTCAGAAATACATAAAACTTTATTATATCAGCGCAGG 

GCGGCGCGGCGTCGGTCCCGGGAGCAGAACCCGGCTTTTTCTTGGAGCGACG 

CTGTCTCTAGTCGCTGATCCCAAATGCACCGGCTCATCTTTGTCTACACTCTA 

ATCTGCGCAAACTTTTGCAGCTGTCGGGACACTTCTGCAACCCCGCAGAGCG 

CATCCATCAAAGCTTTGCGCAACGCCAACCTCAGGCGAGATGAGAGCAATCA 

CCTCACAGACTTGTACCGAAGAGATGAGACCATCCAGGTGAAAGGAAACGG 

CTACGTGCAGAGTCCTAGATTCCCGAACAGCTACCCCAGGAACCTGCTCCTG 

ACATGGCGGCTTCACTCTCAGGAGAATACACGGATACAGCTAGTGTTTGACA 

ATCAGTTTGGATTAGAGGAAGCAGAAAATGATATCTGTAGGTATGATTTTGT 

GGAAGTTGAAGATATATCCGAAACCAGTACCATTATTAGAGGACGATGGTGT 

GGACACAAGGAAGTTCCTCCAAGGATAAAATCAAGAACGAACCAAATTAAA 

ATCACATTCAAGTCCGATGACTACTTTGTGGCTAAACCTGGATTCAAGATTTA 

TTATTCTTTGCTGGAAGATTTCCAACCCGCAGCAGCTTCAGAGACCAACTGGG 

AATCTGTCACAAGCTCTATTTCAGGGGTATCCTATAACTCTCCATCAGTAACG 

GATCCCACTCTGATTGCGGATGCTCTGGACAAAAAAATTGCAGAATTTGATA 

CAGTGGAAGATCTGCTCAAGTACTTCAATCCAGAGTCATGGCAAGAAGATCT 

TGAGAATATGTATCTGGACACCCCTCGGTATCGAGGCAGGTCATACCATGAC 

CGGAAGTCAAAAGTTGACCTGGATAGGCTCAATGATGATGCCAAGCGTTACA 

GTTGCACTCCCAGGAATTACTCGGTCAATATAAGAGAAGAGCTGAAGTTGGC 

CAATGTGGTCTTCTTTCCACGTTGCCTCCTCGTGCAGCGCTGTGGAGGAAATT 

GTGGCTGTGGAACTGTCAACTGGAGGTCCTGCACATGCAATTCAGGGAAAAC 

CGTGAAAAAGTATCATGAGGTATTACAGTTTGAGCCTGGCCACATCAAGAGG 

AGGGGTAGAGCTAAGACCATGGCTCTAGTTGACATCCAGTTGGATCACCATG 

AACGATGTGATTGTATCTGCAGCTCAAGACCACCTCGATAAGAGAATGTGCA 

CATCCTTACATTAAGCCTGAAAGAACCTTTAGTTTAAGGAGGGTGAGATAAG 

AGACCCTTTTCCTACCAGCAACCAAACTTACTACTAGCCTGCAATGCAATGA 

ACACAAGTGGTTGCTGAGTCTCAGCCTTGCTTTGTTAATGCCATGGCAAGTAG 

AAAGGTATATCATCAACTTCTATACCTAAGAATATAGGATTGCATTTAATAAT 

AGTGTTTGAGGTTATATATGCACAAACACACACAGAAATATATTCATGTCTAT 

GTGTATATAGATCAAATGTTTTTTTTGGTATATATAACCAGGTACACCAGAGC 

TTACATATGTTTGAGTTAGACTCTTAAAATCCTTTGCCAAAATAAGGGATGGT 

CAAATATATGAAACATGTCTTTAGAAAATTTAGGAGATAAATTTATTTTTAAA 

TTTTGAAACACAAAACAATTTTGAATCTTGCTCTCTTAAAGAAAGCATCTTGT 

ATATTAAAAATCAAAAGATGAGGCTTTCTTACATATACATCTTAGTTG (SEQ 

ID NO:50) 
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Figure 2A 



1 CTAWVAAATRTQTTCTCTACAftCIACCAAOWrTCATTAAAAlATTT 





181 AATGC3lCCOOCTCATCTTTQTCTAC!ACTCTJUk.TCTGOOC!RAACTT 
Met^sArgLeuIlePheValTyrThrLeuIleCysAlaAsnPhe 

226 TTGOySCTOTOGOQACACTTCTOOlAOCCCGCAQAOCXJCATCCAT 
CysSerCysArgAspMjrSerAlaThrProOlDSerAlaSerlle 

LyBAlaLeuArgAfinAlaAsnLeuArgAxgAspGluSerAanHis 

316 CCTCACAGACITCTACCGAAGtfUJATatfU3ACCA^ 

I-euThrAspLeuTyrArgArgAspGluThrlleGlnValliysGly 

361 AAAOGGCTAOGTGCAGAGTCCTAGATTCCCGAACMCXACCCCAG 
AsxK31yTyrValGlnSerPrx>ArgPheProAsiiSerTyrProArg 

AsnLeuLeiiLeuThrTrpArgLeuHi sSerOlnOluAsaThrArg 

451 GATACACXrnWJIGTTTGACAATC»GT^ 

IleainXeuValPheAspAsnGlnPheGlyLeoGltiGlviAlaGlu 

496 AAATC^TATCTGTAGGTATGATTTTGTCXBUU^ 

AsnAspIleCysArgTyrAspPbeValOluValGluAspIleSer 

541 COMACChM P Cil M rt P CrSPOMQ^C OK SQQfSQFSQGAC^PXGGA. 
OluThrSerThrllelleArgGlyArgTrpCysGlyHlsLysGlu 

586 POnrtC^tCCMOWXAMUiXCMI^M!QMCCMKrTMAKtC^ 
ValPzoProArgIleLy8SerArgTbrAsi>OlnIleI>y8lleThr 



46 




VTAAAACTTT 




631 ATTCWWSTCOG3VTGACT7lCTTTOTOGCTAAAOCTGGATTC3Utf3AT 
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PheLysS er AspAspTyrPheValAlaLysProalyPheLys He 

676 CTA TT ATOCT TT Q C TGQAAOATTTCC3VflCCOOC3WSCaGCTTCAGA. 
TyxTyrSerLeiil^uGluAspPheGlnProAlaAlaAlaSerGlu 

721 G3UX3UlCTOQGAATCTQTCA£3VAGCTCTA.TTTX3U30O(3TATCCTA 
ThrAsnTrpOluSerValThrSerSerlleSerGlyValSerTyr 



766 TWkCTCTCCATCAOTAAOtJQATCCC3«^CTG»TT(5^ 

AsnSexProSerValThrABpProThrLeuIleAlaAspAlaLeu 

811 CXWIAAAAAAATTGCAGJJITTTGATAC^^ 

AsptysLys I leAl aGluPheAspThrValGluAspLeuLeuLys 

856 GTaCTTC7^TCC3VGAGTCATGGCAAGJAGA 

TyrPheAsnProOluSerTrpGlnOluAspLeuQluAanMetTyr 



901 TCTGOftCACXXVnJWTATa^^ 

I^tiAspTbrPxoArgTyrAzgOlyArgSexTyrHisAspArgLys 



946 0TCAIJlA<nrTGACCT06ATA0GCTCAATGATQATGCCAA0CGTTJl 
SerLysValAspLe«AspAxgLeuAsnAspAspAlaI.y8ArgTyr 



991 C»OTTGCACTCCC»«3AATTACTCG^^ 

SerCysThrPrc)ArsAsnTyrSerValAsnIleArgGluOlvLLeu 




1136 CTCK3WCaTtX3lATTCWX3GAR^^ 

CysThrCyrJVsnSerQlyLysThrValLyaLysTyxHlsOluVal 



I^uQlnPheGluProQlyHlBlleLysArsArgOlyArgAlaLys 
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1216 GACCATGGCTCTAGTTGACATCCAaTTGGATCACOVTGA^ 

Figure 2C 

ThrMe t Al aLeuVa lAsp IleG InLeuAspHi sHi sGluArgCy s 

1261 TQATTGTATCTGCAGCTCAAGJiCCACCTCQAT3U\QAQaATGTG^ 
AspCysIleCysSerSerArgProProArg (SBQ ID NO:12) 



1306 CATCCTTACATTAAGCCTGAAAQAACXrrTTAQTTTAAGGAGGGTQ 

1351 AC^TAAGAGACXXTTTTTCCIAOIAGCAACQ^^ 

1396 CroCAATGCAATQAACACAAQTOQTTOCTQAGTCrCAGCCTTGCT 

10 1441 TTSTT7UWTGCCATGGCAAGTAQAAAQGTATATCATCAACTTCTAT 

1486 ACXTBUVQAATATAOGATTGCAlTTAATJUlTaGTQTTTOAGGTTAT 
1531 ATATGCACAAAC^CTVCACAGAAATATATTCATGTCrATQTOTATA 
1576 TBQATCAAA TQTTTTTTTTGGTA TATATAACCIAQQTACIACCAGRQ 
1621 CTTACATATGTTTQAGTTAGACTCTTAAAATCXrrTTGCCAAAATA 

15 1666 AQGGATGOTCAAATATATGAAACATGTCTTTAQAAAATTTAGQAG 

1711 ATAAATTTATTTTTAAATTTTQAAACACAAAACAATTTTQAATCT 
1756 TGCTCTCTTAAAQAAAOCATCTTGTATATTT^AAAATCAAAAQATO 
1801 AGGCTTTCTTACATATACATCTTAGTTO (SBQ ID MO: 50) 
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A — Cur2 1.6 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCCTGGTCAAGCCTGGGGGGTCCC 

TGAGACTCTCCTGTGCAGCCTCTGGATTCAACTTCAGAACCTATAACATGAAC 

TGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCATCCATTAGTA 

GTAGTAGTAGTAACATATACTACGCAGACTCAGTGAAGGGCCGATTCACCAT 

CTCCAGAGACAACGCCAAGAACTCACTGTATCTGCAAATGAACAGCCTGAGA 

GCCGAGGACACGGCTGTATATTACTGTGCGAGAGATATTATGATTACGTTTG 

GGGGAATTATCGCCTCGTTCTACTTTGACTACTGGGGCCAGGGAACCCTGGTC 

ACCGTCTCCTCAG (SEQ ID NO:55) 

B ~ Cur2 1 .6 heavy chain amio acid sequence 

EVQLVESGGGLVKPGGSLRLSCAASGFNFRTYNMNWVRQAPGKGLEWVSSISSS 
SSNIYYADSVKGRFTISRDNAK3JSLYLQMNSLRAEDTAVYYCARDIMITFGGIIAS 
FYFDYWGQGTLVTVSS (SEQ ID NO: 13) 

C ~ Cur2 1.6 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
TTTCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 
GTCTACAGCATAATAGTTACCCGCTCACTTTCGGCGGAGGGACCAAGGTGGA 
GATCAAAC (SEQ ID NO:56) 

D ~ Cur2 1 .6 light chain amino acid sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWFQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPLTFGGGTKVEIK (SEQ 
ID NO: 14) 
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A - Cur2 1.11 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGCAGTCTGGAGGAGGCTTGATCCAGCCTGGGGGGTCCC 
TGAGACTCTCCTGTGCAGCCTCTGGGTTCACCGTCAGTAGCAACTACATGAGC 
TGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTCTCAGTTATTTATA 
GCGGTGGTAGCACATACTACGCAGACTCCGTGAAGGGCCGATTCACCATCTC 
CAGAGACAATTCCAAGAACACGCTGTATCTTCAAATGAACAGCCTGAGAGCC 
GAGGACACGGCCGTGTATTACTGTGCGGGAACGGTGACTACGAATTACTACT 
ACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACCGTCTCCTCAG (SEQ 
ID NO:57) 

B - Cur2 1.11 heavy chain amino acid sequence 

EVQLVQSGGGLIQPGGSLRLSCAASGFTVSSNYMSWVRQAPGKGLEWVSVIYSG 
GSTYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAGWTTTSTTT^ 
DVWGQGTTVTVSS (SEQ ID NO: 15) 

C ~ Cur2 1.11 light chain nucleotide sequence 

GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCC 

GGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCAAAGTAATGGATAC 

AACTATTTGGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGA 

TCTATTTGGGTTCTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGT 

GGATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATG 

TTGGGGTTTATTACTGCATGCAAGCTCTACAAACTCTCACTTTCGGCGGAGGG 

ACCAAGGTGGAGATCAAAC (SEQ ID NO:58) 

D — Cur2 1.11 light chain amino acid sequence 

DIVMTQSPLSLPVTPGEPASISCRSSQSLLQSNGYNYLDWYLQKPGQSPQLLIYLG 
SNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQALQTLTFGGGTKVEI 
K (SEQ ID NO: 16) 
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A -- Cur2 1.17 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGGAGTCGGGGGGAGGCGTGGTCCAGCCTGGGAAGTCCC 
TGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGCAC 
TGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATATGGT 
ATGATGGAAGTAATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCAT 
CTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGA 
GCCGAGGACACGGCTGTGTATTACTGTGCGAGAGATCAAGGATACAGATATG 
CTGGTTACTACTACGACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGT 
CACCGTCTCCTCAG (SEQ ID NO:59) 

B ~ Cur2 1.17 heavy chain protein sequence 

QVQLVESGGGWQPGKSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVIW 
YDGSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDQGYRYA 
GYYYDYGMDVWGQGTTVTVSS (SEQ ID NO: 17) 

C ~ Cur2 1.17 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 
GTCTACAGCATAATAGTTACCCGCTCACTTTCGGCGGAGGGACCAAGGTGGA 
GATCAAAC (SEQ ID NO:60) 

D ~ Cur2 1.17 light chain protein sequence 

DIQMTQSPSSI^ASVGDRVTITCB^SQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPLTFGGGTKVEIK (SEQ 
ID NO: 18) 
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A — Cur2 1.18 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 

GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAA 

CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 

CCCAAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 

ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 

GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGAGGGTATAGCAGTGGC 

TGGGACATACTACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACG 

GTCACCGTCTCCTCAG (SEQ ID N0:61) 

B ~ Cur2 1.18 heavy chain protein sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWM 
NPNSGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCAREGIAVAG 
TYYYYYGMDVWGQGTTVTVSS (SEQ D NO: 19) 

C -- Cur2 1.18 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTTCT 
GTCTACAGCATAATAGTTACCCATTCACTTTCGGCCCTGGGACCAAAGTGGAT 
ATCAAAC (SEQ ID NO:62) 

D ~ Cur2 1.18 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYFCLQHNSYPFTFGPGTKVDIK (SEQ 
ID NO:20) 
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A - Cur2 1.19 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAG 

TGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAAC 

TGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAAC 

CCTAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACCA 

TGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGAG 

ATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGACGTTATGATTACGTTTG 

GGGGAGTTATCGTGCACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGT 

CACCGTCTCCTCAG (SEQ ED NO:63) 

B « Cur2 1.19 heavy chain amino acid sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWM 
NPNSGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARDVMITFG 
G VIVH YGMD V WGQGTT VT VS S (SEQ ID NO:21) 

C ~ Cur2 1.19 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
TATCAGCAGAAACCAGGGAAAGCCCCTAAGGGCCTGATCTATGCTGCATCCA 
GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
TTTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 
GTCTACAGCATAATAGTGACCCGTGCAGTTTTGGCCAGGGGACCAAGCTGGA 
GATCAGAC (SEQ ID NO:64) 

D -- Cur2 1.19 light chain amino acid sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGmNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCLQHNSDPCSFGQGTKLEIR (SEQ 
IDNO:22) 



LP 



4NT^BeS DIRECTED TO PDGFD AND USES TBI 
Corvalan el al. 
Appl.No.: 10/041,860 Atty Docket: ABGENIX.05IA 



A » Cur2 1 .23 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGCAGTCTGGAGCAGAGGTGAAAAAGCCCGGGGAGTCT 

CTGAAGATCTCCTGTGAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGG 

CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 

CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 

TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

GGCCTCGGACACCGCCATGTATTACTGTGCGAGACATGTATCGTATTACTATG 

TTTCGGGGAGTTATTATAACGTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 

ACCGTCTCCTCAG (SEQ ID NO:65) 

B - Cur2 1 .23 heavy chain amino acid sequence 

EVQLVQSGAEVKXPGESLKISCEGSGYSFTSYWIGWVRQMPGKGLEWMGIIYPG 
DSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHVSYYYVSGS 
YYNVFDYWGQGTLVTVSS (SEQ ID NO:23) 

C — Cur2 1 .23 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
TATCAGCAGATACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
GTTTGCAACGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 
GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 
AATCAAAC (SEQ ID NO:66) 

D — Cur2 1 .23 light chain amino acid sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQIPGKAPKRLIYAASSLQR 
GVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 
ID NO:24) 
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A « Cur2 1.24.1 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCC 
TGAGACTCTCCTGTGCAGCGTCTGGATTCAGTTTCAGTAGCTATGGCATGCAC 
TGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGATATATGGT 
ATGATGGAAGTAATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACCAT 
CTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGA 
GCCGAGGACACGGCTGTGTATTATTGTGCGAGAGATCAGGGATACAGCTATG 
GTTACGTCTACTACGACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGT 
CACCGTCTCCTCAG (SEQ ID NO:67) 

B ~ Cur2 1.24.1 heavy chain protein sequence 

QVQLVESGGGVVQPGRSLRLSCAASGFSFSSYGMHWVRQAPGKGLEWVADIW 
YDGSNKYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDQGYSYG 
YVYYDYGMDVWGQGTTVTVSS (SEQ ID NO:25) 

C - Cur2 1.24.1 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
GTTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 
GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 
AATCAAAC (SEQ ID NO:68) 

D — Cur2 1.24.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 
ED NO:26) 
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Figure 10 

A ~ Cur2 1.25.1 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGCAGTCGGGAGCAGAGGTGAAAAAGCCCGGGGAGTCT 

CTGAAGATCTCCTGTAAGGGTTCTGGATACAGGTTTACCAGCTACTGGATCGG 

CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 

CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 

TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

GGCCTCGGACACCGCCATGTATTACTGTGCGAGACATGGATCGTATTATTATG 

GTTCGGAGACTTATTATAATGTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 

ACCGTCTCCTCAG (SEQ ID NO:69) 

B ~ Cur2 1.25.1 heavy chain protein sequence 

EVQLVQSGAEVKKPGESLKISCKGSGYRFTSYWIGWVRQMPGKGLEWMGIIYPG 
DSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHGSYYYGSET 
YYNVFDYWGQGTLVTVSS (SEQ ID NO:27) 

C - Cur2 1.25.1 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 
GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 
AATCAAAC (SEQ ID NO:70) 

D - Cur2 1.25.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCPJ^SQGIRNDLGWYQQKPGKAPKRLIYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 
ID NO:28) 
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FIGURE 11 

A - Cur2 1.29 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGCAGTCGGGAGCAGAGGTGAAAAAGCCCGGGGAGTCT 

CTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGG 

CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 

CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGCCACCA 

TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

GGCCTCGGACACCGCCATGTATTACTGTGCGAGACACGTGGATGTAGGGGCT 

ACGATTGGGGGATATTACTATTACTACCACGGTATGGACGTCTGGGGCCAAG 

GGACCACGGTCACCGTCTCCTCAG (SEQ ID N0:71) 

B - Cur2 1.29 heavy chain protein sequence 

EVQLVQSGAEVKKPGESLKJSCKGSGYSFTSYWIGWRQMPGKGLEWMGIIYPG 
DSDTRYSPSFQGQATISADKSISTAYLQWSSLKASDTAMYYCARHVDVGATIGG 
YYYYYHGMDVWGQGTTVTVSS (SEQ ID NO:29) 

C ~ Cur2 1.29 light chain nucleotide sequence 

GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCC 
GGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACA 
ACTATTTGGATTGGTACCTGCAGAAGCCAGGGCAGTCTCCACAACTCCTGATC 
TATTTGGGTTCTAATCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGG 
ATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTGACGATGTT 
GGGGTTTATTACTGCATGCAAGCTCTACAATCTCTCATGTGCAGTTTTGGCCA 
GGGGACCAAGCTGGAGATCAAAC (SEQ ID NO:72) 

D - Cur2 1.29 light chain protein sequence 

DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLIYLG 
SNRASGVPDRFSGSGSGTDFTLKISRVEADDVGVYYCMQALQSLMCSFGQGTKL 
EDC (SEQ ID NO:30) 
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FIGURE 12 

A - Cur2 1.33 heavy chain nucleotide sequence 

CAGGTTCAGCTGGTGCAGTCGGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAG 

TGAAGGTCTCCTGCAAGGCTTCTGGTTACACCTTTACCAGCTATGGTATCAGC 

TGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCG 

CTTACAATGGTAACACAAACTATGCACAGAAGCTCCAGGGCAGAGTCACCAT 

GACCACAGACACATCCACGAGCACAGCCTACATGGAGCTGAGGAGCCTGAG 

ATCTGACGACACGGCCGTGTATTACTGTGCGAGAGATCATTACTATGATAGT 

AGTGATTATCTCTACTACTACTACGGTTTGGACGTCTGGGGCCAAGGGACCAC 

GGTCACCGTCTCCTCAG (SEQ ID NO:73) 

B - Cur2 1.33 heavy chain protein sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWISA 
YNGNTNYAQKLQGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCARDHYYDSS 
DYLYYYYGLDVWGQGTTVTVSS (SEQ ID N0:31) 

C -- Cur2 1.33 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

AGTCACCATCACTTGCCGGGCGAGTCAGGGCATTAGCAATTATTTAGCCTGGT 

ATCAGCAGAAACCAGGGAAAGTTCCTAAGCTCCTGATCTATGCTGCATCCAC 

TTTGCAATCAGGGGTCCCATCTCGGTTCAGTGGCAGTGGATCTGGGACAGATT 

TCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATGTTGCAACTTATTACTGT 

CAAAAGTATAACAGTGCCCCGCTCACTTTCGGCGGAGGGACCAAGGTGGAGA 

TCAAAC (SEQ ID NO:74) 

D — Cur2 1 .33 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGISNYLAWYQQKPGKVPKLLIYAASTLQ 
SGVPSRFSGSGSGTDFTLTISSLQPEDVATYYCQKYNSAPLTFGGGTKVEIK (SEQ 
ID NO:32) 
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Figure 13 

A -- Cur2 1.38.1 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGGAGTCGGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCC 

TGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGCAC 

TGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAATTATATGGT 

ATGATGGAAATGATAAATACTATGCAGACTCCGTGAAGGGCCGCTTCACCGT 

CTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGA 

GCCGAGGACACGGCTGTGTATTACTGTGCGAGAGGATATTACTATGATAGTA 

GTGATTATCTCTACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCAC 

GGTCACCGTCTCCTCAG (SEQ ED NO:75) 

B ~ Cur2 1.38.1 heavy chain protein sequence 

QVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAIIWY 
DGNDKYYADSVKGRFTVSRDNSKNTLYLQMNSLRAEDTAVYYCARGYYYDSS 
DYLYYYYGMDVWGQGTTVTVSS (SEQ ID NO:33) 

C — Cur2 1.38.1 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

AGTCACCATCACTTGCCGGGCGAGTCAGGGCATTAGCAATTATTTAGCCTGGT 

ATCAGCAGAAACCAGGGAAAGTTCCTAACCTCCTGATCTATGCTGCATCCAC 

TTTGCAATCAGGGGTCCCATCTCGGTTCAGTGGCAGTGGATCTGGGACAGATT 

TCTCTCTCACCATCAGCAGCCTGCAGCCTGAAGATGTTGCAGCTTATTACTGT 

CAAAAGTGTAACAGTGCCCCGTGGACGTTCGGCCAAGGGACCACGGTGGAG 

ATCAAAC (SEQ ID NO:76) 

D — Cur2 1.38.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGISNYLAWYQQKPGKVPNLLIYAASTLQ 
SGVPSRFSGSGSGTDFSLTISSLQPEDVAAYYCQKCNSAPWTFGQGTTVEIK (SEQ 
IDNO:34) 
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Figure 14 

A — Cur2 1.39.1 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGCAGTCGGGAACAGAGGTGAAAAAGCCCGGGGAGTCT 

CTGAAGATCTCCTGTAAGGGTTCTGGATACAGGTTTACCAGCTACTGGATCGG 

CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 

CCTGGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 

TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

GGCCTCGGACACCGCCATGTATTACTGTGCGAGACATGGATCGTATTACTATA 

ATTCGGGGAGTTATTATAACGTCTTTGACTACTGGGGCCAGGGAACCCTGGTC 

ACCGTCTCCTCAG (SEQ ID NO:77) 

B ~ Cur2 1.39.1 heavy chain protein sequence 

EVQLVQSGTEVKKPGESLKISCKGSGYRFTSYWIGWWQMPGKGLEWMGIIYPG 
DSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHGSYYYNSGS 
YYNVFDYWGQGTLVTVSS (SEQ ID NO:35) 

C - Cur2 1 .39. 1 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATCTATGCTGCATCCA 
GTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 
GTCTACAGCATAATAGTTACCCGTGGACGTTCGGCCAAGGGACCAAGGTGGA 
AATCAAAC (SEQ ID NO:78) 

D - Cur2 1.39.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLiYAASSLQ 
SGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPWTFGQGTKVEIK (SEQ 
ID NO:36) 
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Figure 15 

A - Cur2 1.40.1 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 

GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCACTTATGATATCAA 

CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 

CCCTAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 

ATGACCAGGAACACCTCCCTAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 

GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGATATTGTAGTGGTGGT 

AGCTGCTACCAACTACTACAACGGTATGGACGTCTGGGGCCAAGGGACCACG 

GTCACCGTCTCCTCAG (SEQ ID NO:79) 

B - Cur2 1 .40. 1 heavy chain protein sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTTYDINWVRQATGQGLEWMGWM 
NPNSGNTGYAQKFQGRVTMTRNTSLSTAYMELSSLRSEDTAVYYCARDIVVVV 
AATNYYNGMDVWGQGTTVTVSS (SEQ ID NO:37) 
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Figure 16 

A ~ Cvr2 1.45 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 

GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAA 

CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 

CCCTAACAGTGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 

ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 

GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGGCAGTGGATACAGCTA 

TGGTTACGACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTC 

ACCGTCTCCTCAG (SEQ ID NO: 80) 

B ~ Cur2 1 .45 heavy chain protein sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWWQATGQGLEWMGWM 
NPNSGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARGSGYSYG 
YDYYYGMDVWGQGTTVTVSS (SEQ ID NO:38) 

C -- Cur2 1.45 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 

AGTCACCATCAATTGCCGGGCGAGTCAGGGCATTAGCAATGATTTAGCCTGG 

TATCAGCAGAAACCAGGGAAAGTTCCTAAGCTCCTGATCTATGCTGCATCCA 

CTTTGCAATTAGGGGTCCCATCTCGGTTCAGTGGCAGTGGATCTGGGACAGAT 

TTCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATGTTGCAACTTATTACTG 

TCAAAAGTATAACAGTGCCCCATTCACTTTCGGCCCTGGGACCAAAGTGGAT 

ATCAAAC (SEQ ID NO:81) 

D ~ Cur2 1 .45 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTINCRASQGISNDLAWYQQKPGKVPKLLIYAASTLQ 
LGVPSRFSGSGSGTDFTLTISSLQPEDVATYYCQKYNSAPFTFGPGTKVDIK (SEQ 
ID NO:39) 
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Figure 17 



A ~ Cur2 1 .46. 1 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 

GTGAAGGTCTCCTGCAAGGCTTCTGGATACTCCTTCACCAGTTATGATATCAA 

CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 

CCCTAACAATGGTAACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 

ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 

GATCTGAGGACACGGCCGTGTATTACTGTGCGAGAGATATTGTAGTGGTGGT 

AACTGCTACGGACTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACG 

GTCACCGTCTCCTCAG (SEQ ID NO:82) 

B — Cur2 1.46.1 heavy chain protein sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYSFTSYDINWVRQATGQGLEWMGWM 
NPNNGNTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYYCARDIVVVVT 
ATDYYYGMD V WGQGTTVTV SS (SEQ ID NO:40) 

C ~ Cur2 1 .46. 1 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAG 
AGTCACCATCACTTGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGG 
TATCAGCAGAAACCAGGGAAAGCCCCTAAGCGCCTGATTTTTGCTGCATCCA 
GTTTGCCAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 
ATTCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACT 
GTCTACAGCATAGTGGTTACCCTCCGACGTTCGGCCAAGGGACCAAGGTGGA 
AATCAAAC (SEQ ID NO: 83) 

D ~ Cur2 1.46.1 light chain protein sequence 

DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIFAASSLPS 
GVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHSGYPPTFGQGTKVEIK (SEQ ID 
NO:41) 
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FIGURE 18 

A — Cur2 1.48.1 heavy chain nucleotide sequence 

CAGGTTCAGCTGGTGCAGTCGGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAG 

TGAAGGTCTCCTGCAAGGCTTCTGGTTACACCTTTACCAGCTATGGTATCAGC 

TGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGCG 

CTTACAATGGTAACACAAACTATGCACAGAAGCTCCAGGGCAGAGTCACCAT 

GACCACAGACACATCCACGAGCACAGCCTACATGGAGCTGAGGAGCCTGAG 

ATCTGACGACACGGCCGTGTATTACTGTGCGAGAGATGTTGAATATTACTATG 

ATGGTAGTGGTTATTACTACTTTGACTACTGGGGCCAGGGAACCCTGGTCACC 

GTCTCCTCAG (SEQ ED NO:84) 

B - Cur2 1.48.1 heavy chain protein sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWISA 
YNGNTNYAQKLQGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCARDVEYYYD 
GSGYYYFDYWGQGTLVTVSS (SEQ ID NO:42) 

C - Cur2 1 .48. 1 light chain nucleotide sequence 

GACATCCAGATGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAG 

AGTCACCATCACTTGTCGGGCGAGTCAGGGTATTAGCAGCTGGTTAGCCTGG 

TATCAGCAGAAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCA 

TTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGA 

TTTCACTCTCACCATCAGCAGCCTGCAGCCTGAGGATTTTGCATCTTACTATT 

GTCAACAGTCTAACAGTTTCCCTCGGACGTTCGGCCAAGGGACCAAGGTGGA 

GATCAAAC (SEQ ED NO:85) 

D - Cur2 1.48.1 light chain protein sequence 

DIQMTQSPSSVSASVGDRVTITCRASQGISSWLAWYQQKPGKAPKLLIYAASILQ 
SGVPSRFSGSGSGTDFTLTISSLQPEDFASYYCQQSNSFPRTFGQGTKVEIK (SEQ 
DDNO:43) 
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Figure 19 

A - Cur2 1.49.1 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCGGGGGCTGAGGTGAAGAAGCCTGGGGCCTCA 

GTGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAA 

CTGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATGAA 

CCCTAACAGTGGTGACACAGGCTATGCACAGAAGTTCCAGGGCAGAGTCACC 

ATGACCAGGAACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGA 

GATCTGAGGACACGGCCGTGTATTTCTGTGCGAGAATGAGGGATATAGTGGC 

TACGAGCTATTACTACTACTTCTACGGTATGGACGTCTGGGGCCAAGGGACC 

ACGGTCACCGTCTCCTCAG (SEQ ID NO:86) 

B -- Cur2 1.49.1 heavy chain protein sequence 

QVQLVQSGAEVKXPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWM 
NPNSGDTGYAQKFQGRVTMTRNTSISTAYMELSSLRSEDTAVYFCARMRDP/AT 
SYYYYFYGMDVWGQGTTVTVSS (SEQ ID NO:44) 

C -- Cur2 1.49.1 light chain nucleotide sequence 

GATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCC 

GGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGATACA 

ACTATTTGGATTGGTACCTGCTGAAGCCAGGGCAGTCTCCACAGCTCCTGATC 

TATTTGGGTTCTAGTCGGGCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGG 

ATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATGTT 

GGGGTTTATTACTGCATGCAAACTCTACAAACTATCACCTTCGGCCAAGGGA 

CACGACTGGAGATTAAAC (SEQ ID NO:87) 

D -- Cur2 1.49.1 light chain protein sequence 

DIVMTQSPIJSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLLKPGQSPQLLIYLG 
SSRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQTLQTITFGQGTRLEIK 
(SEQIDNO:45) 
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Figure 20 

A ~ Cur2 1.51 heavy chain nucleotide sequence 

GAGGTGCAGCTGGTGCAGTCGGGAGCTGAGGTGAAAAAGCCCGGGGAGTCT 

CTGAAGATCTCCTGTAAGGGTTCTGGATACAGCTTTACCAGCTACTGGATCGG 

CTGGGTGCGCCAGATGCCCGGGAAAGGCCTGGAGTGGATGGGGATCATCTAT 

CCTGGTGACTCTGATGCCAAATACAGCCCGTCCTTCCAAGGCCAGGTCACCA 

TCTCAGCCGACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGCAGCCTGAA 

GGCCTCGGACACCGCCATGTATTACTGTGCGAGACACTATGATTACGTTTGGA 

GGAATTATCGGTATACAGGGTGGTTCGACCCCTGGGGCCAGGGAACCCTGGT 

CACCGTCTCCTCAG (SEQ ID NO:88) 

B - Cur2 1.51.1 heavy chain protein sequence 

EVQLVQSGAEVKKPGESLKISCKGSGYSFTSYWIGWVRQMPGKGLEWMGIIYPG 
DSDAKYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCARHYDYVWRNY 
RYTGWFDPWGQGTLVTVSS (SEQ ID NO:46) 

C Cur2 1.51.1 light chain nucleotide sequence 

GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGAAAG 

AGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGTTAGCAGCAGCTACTTAGCC 

TGGTACCAGCAGAAACCTGGCCAGGCTCCCAGGCTCCTCATCTATGGTGCAT 

CCAACAGGGCCACTGGCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGAC 

AGACTTCACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATT 

ACTGTCAGCAGTATGGTAGCTCACTATTCACTTTCGGCCCTGGGACCAAAGTG 

GATATCAAAC (SEQ ID NO:89) 

D — Cur2 1.51.1 light chain protein sequence 

EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQAPRLLIYGASNRA 
TGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSLFTFGPGTKVDIK (SEQ 
ID NO:47) 
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Figure 21 



A — Cur2 6.4 heavy chain nucleotide sequence 

CAGGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAG 

TGAAGGTCTCCTGCAAGGCTTCTGGATACACCTTCACCAGTTATGATATCAAC 

TGGGTGCGACAGGCCACTGGACAAGGGCTTGAGTGGATGGGATGGATAAAC 

CCTAATAGTGGTAACACAGACTATGCACAGAAGTTCCAGGGCAGAGTCACCA 

TGACCAGGGACACCTCCATAAGCACAGCCTACATGGAGCTGAGCAGCCTGAG 

ATCTGAGGACACGGCCATATATTATTGTGTGAGAGGCTTTGGATACAGCTAT 

AATTACGACTACTATTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCA 

CCGTCTCCTCAGT (SEQ ID NO:90) 

B — Cur2 6.4 heavy chain amino acid sequence 

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYDINWVRQATGQGLEWMGWIN 
PNSGNTDYAQKFQGRVTMTRDTSISTAYMELSSLRSEDTAIYYCVRGFGYSYNY 
DYYYGMDVWGQGTTVTVSS (SEQ ID NO:48) 

C ~ Cur2 6.4 light chain nucleotide sequence 

GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGAAAG 

AGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGTTAGTAGTAGTTACTTAGCCT 

GGTACCAGCAGAAGCCTGGCCAGGCTCCCAGGCTCCTCATCTATGCTACATC 

CAGCAGGGCCACTGGCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGACA 

GACTTCACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATTA 

CTGTCAGCAGTATGGTAGTTCACCGTGCAGTTTTGGCCAGGGGACCAAGCTG 

GAAATCAAGC (SEQ ID NO:91) 

D ~ Cur2 6.4 light chain amino acid sequence 

EIVLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKPGQAPRLLIYATSSRA 
TGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSPCSFGQGTKLEIK (SEQ 
ID NO:49) 



0/ A 



■^^OD/^ DIRECTED TO PDGFD AND USES TT^^F 
Corvalan et at. 
Appl.No.: 10/041,860 Atty Docket: ABGENIX.051A 



Figure 22A 



Clone 


Germ line genes used 


No. of Nucleotide/ Amino acid changes 












FR1 1 CDR1 | FR2 | CDR2 | FR3 


CDR3 | FR4 


CR2 




V 


D 


J 


V 


D& J 


1.19.1 


VH 


Vl-8 


D3-16 


JH6B 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK2 


0/0 


0/0 


0/0 


0/0 


1/1 


1/1 


0/0 


6.4.1 


VH 


Vl-8 


D5-18 


JH6B 


0/0 


0/0 


0/0 


3/2 


5/3 


0/0 


0/0 


VK 


A27 




JK2 


0/0 


3/0 


1/0 


2/2 


0/0 


1/0 


0/0 


1.18 


VH 


Vl-8 


D6-19 


JH6B 


1/0 


0/0 


0/0 


1/0 


0/0 


0/0 


0/0 




VK 


A30 




JK3 
















1.40.1 


VH 


Vl-8 


D2 


JH6B 


1/0 


1/1 


0/0 


0/0 


1/1 


0/0 


0/0 




VK 


mix 






















VH 


Vl-8 


DK4 


JH6B 


1/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 




VK 


A20 




JK3 


1/1 


1/1 


0/0 


1/1 


0/0 


0/0 


0/0 


1.46.1 


VH 


Vl-8 


D2 


JH6B 


1/0 


1/1 


0/0 


0/0 


1/1 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


2/1 


1/1 


0/0 


2/2 


0/0 


1.49.1 


VH 


Vl-8 


D5-12 


JH6B 


1/0 


0/0 


0/0 


1/1 


1/1 


0/0 


0/0 


VK 


A19 




JK5 


0/0 


0/0 


1/1 


1/1 


0/0 


1/1 


0/0 


























1.33 


VH 


Vl-18 


D21-9 


JH6B 


1/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 




VK 


A20 




JK4 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


1.48.1 


VH 


Vl-18 


D21-9 


JH4B 


1/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


L5 




JK1 


0/0 


0/0 


0/0 


1/1 


2/1 






1.6.1 


VH 


V3-21 


D3-16 


JH4B 


0/0 


4/4 


0/0 


1/1 


1/0 


0/0 


0/0 


VK 


A30 




JK4 


0/0 


0/0 


1/1 


0/0 


0/0 


0/0 


0/0 


























1.17.1 


VH 


V3-33 


D5-18 


JH6B 


2/1 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK4 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


1.24.1 


VH 


V3-33 


D5-18 


JH6B 


0/0 


2/1 


0/0 


1/1 


0/0 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


0/0 


0/0 


1/0 


0/0 


0/0 


1.38.1 


VH 


V3-33 


D21-9 


JH6B 


1/0 


0/0 


0/0 


3/3 


2/1 


0/0 


0/0 


VK 


A20 




JK1 


0/0 


0/0 


1/1 


0/0 


2/2 


1/1 


0/0 


























1.11.1 


VH 


V3-53 


D4-17 


JH6B 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A19 




JK4 


0/0 


1/1 


0/0 


0/0 


0/0 


0/0 


0/0 


1.23.1 


VH 


V5-51 


D3-10 


JH4B 


1/1 


0/0 


0/0 


0/0 


0/0 | 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


1/1 


1/1 


0/0 


0/0 


0/0 


1.25.1 


VH 


V5-51 


D3-10 


JH4B 


1/0 


1/1 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


1.29 


VH 


V5-51 


D5-12 


JH6B 


1/0 


0/0 


0/0 


0/0 


1/1 


0/0 


0/0 


VK 


A19 




JK2 


0/0 


0/0 


1/0 


0/0 


1/1 


0/0 


0/0 


1.39.1 


VH 


V5-51 


D3-10 


JH4B 


2/1 


1/1 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


1.51.1 


VH 


5-51 


D3-16 


JH5B 


2/0 


0/0 


0/0 


1/1 


1/1 


0/0 


0/0 


VK 


A27 




JK3 


0/0 


0/0 


0/0 


1/1 


0/0 


0/0 


0/0 



k 4 ° s ? 



AN^^JES DIRECTED TO PDGFDAND USES TH1 
Corvalan el al. 
Appl. No.: 1 0/04 1.860 Atty Docket: ABGENIX.051 A 



SO „ OS. 13 OB- 



Figure 22B 



Clone 


Germline genes used 


No. of Nucleotide/ Amino acid changes 












FR1 1 CDR1 | FR2 | CDR2 | FR3 


CDR3 1 FR4 


CR2 




V 


D 


J 


V 


D& J 


1.40.1 


VH 


Vl-8 


D2 


JH6B 


1/0 


1/1 


0/0 


0/0 


1/1 


0/0 


0/0 




VK 


mix 




















1.48.1 


VH 


Vl-18 


D21-9 


JH4B 


1/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


L5 




JK1 


0/0 


0/0 


0/0 


1/1 


2/1 


1/1 


0/0 


1.49.1 


VH 


Vl-8 


D5-12 


JH6B 


1/0 


0/0 


0/0 


1/1 


1/1 


0/0 


0/0 


VK 


A19 




JK5 


0/0 


0/0 


1/1 


1/1 


0/0 


1/1 


0/0 


1.11.1 


VH 


V3-53 


D4-17 


JH6B 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A19 




JK4 


0/0 


1/1 


0/0 


0/0 


0/0 


0/0 


0/0 


1.29 


VH 


V5-5I 


D5-12 


JH6B 


1/0 


0/0 


0/0 


0/0 


1/1 






VK 


A19 




JK2 


0/0 


0/0 


1/0 


0/0 


1/1 


0/0 


0/0 


1.45 


VH 


Vl-8 


DK4 


JH6B 


1/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 




VK 


A20 




JK3 


1/1 


1/1 


0/0 


1/1 


0/0 


0/0 


0/0 


1.33 


VH 


Vl-18 


D21-9 


JH6B 


1/0 


0/0 


0/0 


0/0 


0/0 


0/0 


L 0/0 




VK 


A20 




JK4 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


1.38.1 


VH 


V3-33 


D21-9 


JH6B 


1/0 


0/0 


0/0 


3/3 


2/1 


0/0 


0/0 


VK 


A20 




JK1 


0/0 


0/0 


1/1 


0/0 


2/2 


1/1 


0/0 


6.4.1 


VH 


Vl-8 


D5-18 


JH6B 


0/0 


0/0 


0/0 


3/2 


5/3 


0/0 


0/0 


VK 


A27 




JK2 


0/0 


3/0 


1/0 


2/2 


0/0 


1/0 


0/0 


1.51.1 


VH 


5-51 


D3-16 


JH5B 


2/0j 


0/0 


0/0 


1/1 


1/1 


0/0 


0/0 


VK 


A27 




JK3 


0/0 


0/0 


0/0 


1/1 


0/0 


0/0 


0/0 


1.19.1 


VH 


Vl-8 


D3-16 


JH6B 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK2 


0/0 


0/0 


0/0 


0/0 


1/1 


1/1 


0/0 


1.18 


VH 


Vl-8 


D6-19 


JH6B 


1/0 


0/0 


0/0 


1/0 


0/0 


0/0 


0/0 




VK 


A30 




JK3 


0/0 


0/0 


0/0 


0/0 


1/1 


0/0 


0/0 


1.6.1 


VH 


V3-21 


D3-16 


JH4B 


0/0 


4/4 


0/0 


1/1 


1/0 


0/0 


0/0 


VK 


A30 




JK4 


0/0 


0/0 


i/i 


0/0 


0/0 


0/0 


0/0 


1.23.1 


VH 


V5-51 


D3-10 


JH4B 


1/1 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


1/1 


1/1 


0/0 


0/0 


0/0 


1.25.1 


VH 


V5-51 


D3-10 


JH4B 


1/0 


1/1 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


1.39.1 


VH 


V5-51 


D3-10 


JH4B 


2/1 


1/1 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


1.17.1 


VH 


V3-33 


D5-18 


JH6B 


2/1 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


VK 


A30 




JK4 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


0/0 


1.24.1 


VH 


V3-33 


D5-18 


JH6B 


0/0 


2/1 


0/0 


1/1 


0/0 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


0/0 


0/0 


1/0 


0/0 


0/0 


1.46.1 


VH 


Vl-8 


D2 


JH6B 


1/0 


1/1 


0/0 


0/0 


1/1 


0/0 


0/0 


VK 


A30 




JK1 


0/0 


0/0 


2/1 


1/1 


0/0 


2/2 


0/0 



JLOOH- 

\>IES DIRECTED TO PDGFD AND USES 
Corvalan et al. 
ApplNo.: 10/041,860. Atty Docket: ABGENIX.051A 



AN^^>I£ 



THER^^ 



60 «m 



Figure 23 A 



Section 1 

i 10 20 a_ 52 §1 

E VQL VE 9 GGGt VKP GG3L RL3CAASG? TT>S%£ SMMWVRQAJ? GKGLET3VS .B.I 
EVQLVE8GGGI.VKPGGSI,RL8CAASGF F 3Y MNWVRQAPGKGLEWVSSI 

Section 2 

102 



(1) 

CUR2-1.&1 HC (1) 
VH3-21 (1) 
Consensus (1) 



(52) 

CUR2-1.&1 HC (52) 
WH3-21 (52) 
Consensus (52) 



70 



90 



33E3Sfn:\'VAD3VKGRFTISRDNAKN3LYLQMN3I.RAEDTAWVCAP.DIMI 

3 3 S 3 SYIYYAD3 VKGRFT 1 3 RDNAKM 3 S YIi.QMW 31RAEDTAVYYCAR 

3 3 333 IYYAD3VKGRFTI SRDNAKNSLYLQMNSLRAEDTAVYYCAR 

— - — Section 3 



(103) 

CUR2-1.E1 HC(103) 
VH3-21 (99) 
Consensus (103) 



T F GGI IA 3 F YFD YW GQGT LVTVSS 



Figure 23B 



CUR2-1.6.1 LC (1) DIQMT03I?33L3ASVGDF.VTITCRA3QGIRNDI,GW|.QQKPGKAPKRLIYAA 

) PiaMTQ3e33taA3VGDRV?ITCRASQGIP.Nt.I.GWiOCKPGKAPI<:RI.ZYAA 

) DIQMTQ3P3 3L3A3VGDRVTITCRA3QGIRNDLGWFQQKPGKAPKRLIYAA 



Consensus (1) D 



CUR2-1.ai LC (52) 
A30 (52) 
Consensus (52) 

(103) 1 

CUR2-1.6.1 LC(103) F 
A30 (96) - 
Consensus (103) 



3 8LQSGVP3RF SGSGSGTEFTLTI 3 SLQPEDFATYYCLQHN3YPLTPGGGT 

S3I,03GVP3RF3G3G3GTEFTI,TI3SLQPEDFA'rYYCI,QHN3YP 

3 3LQSGVP3RF 3G3G3GTEFTLTI 3 3LQPEDFATYYCLQHN3YP 
, . Section 3 
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Figure 24 



Figure 24/4 

- Sedion 1 

(1) 1 _0 20 30 .40 51 

Cur2-1.11.1 HC (1) BVQL V£3G<3<3LIQSGGSlRLSCAACGFIVSaKYMSWVRQAPSKGLBWVSVI 

\H3-53 ( 1 ) B VOL VE 3 GGGL r qp ggs h rl sc aa sgft v s snyms w vrqap g k.gl B BV 3 vt 

Consensus (1) EVQ1VE3GGGI.IQPGG3I,RL3CAA8GFTV83NYM3WVRQAPGKGLEWV3VI 

, Sedion 2 

(52) 52 60 70 80 90 102 

CUI2-1.11.1 HC (52) YSGG3TYYAr>3VKGRFTI8RDN3KNTLYLQMN31F^BDTAVYYCAGTVTTN 

VH3-53 (52) YSGGS<PYYAt>3WKGRFTr3IlDNSKHTLYI,QMN8IRABDTAVYYCAR 

Consensus (52) Y3GGSTYYAD3VKGRFTISRDNSKNTLYLQMNSI.RAEDTAVYYCA 

— — Sedion 3 

(103) 103 110 120_ 

Cur2-1.11.1 HC(1C0) YYYGMDVWGQGTTVTVS3 

VH3-53 (98) 

Consensus (103) 



Fieure 24B 



(11 CIVMTQ3PZS: PVTP9EPA3ISCRS3Qal.I,QSNeYfrYLDWYL0KPGC)3 ?QI 
(1 DIVWTO^PLSI eVTBGEPAarBCRSBQSI,! HS.NGYNYI DWY.L.Qf PGQSI QI 



CUR2-1.11.1_LC (52) LIYLGSNRA9GVPr.RF3G3GaGTDFa'LKI3RVBAEDVGVYYCMQAI.QTLTF 
A19 (52) liXY'LGSNRAaGVPl" Rr*3G3GSG'X'I)F'rLKI SRVSAED VG V YYCMOALQT E - - 
Consensus (52) LIYI>G3NRA3GVPDRESG3GSGTDPTLKI 3RVEAED VGVYYCMQAIiQT 

. _ — S8dion 3 

(103) 103 111 
CUR2-1.11.1 LC(103) GGGTKVEIK 

A19 (101) 

Consensus (103) 
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Figure 25 



Figure 25 A 



Section 1 

(1) 1 .10 20 30 ,40 51 

CR2-1.17.1 HC (1) QVQLVE3GGGVVQPgHbLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVI 
VH3-33 (1) QVQI>VBSG,GGVVOP^3LBL3CAA3eETPA3VG«HWyRQAPGKeLBWVAVj: 
Consensus (1) QVQLVE3GGGVVQPGKSLRLSCAA3GFTFSSYGMHWVRQAPGKGLEWVAVI 

Section 2 

(52) 52 g 7.0 _J0 §0 102 

CR2-1.17.1 HC (52) WVDG3NKYYADaVKGRPTI3RDH3KNTLYLQMN3LRAEt>TAVYyCARDQGY 

VH3-33 (52) WYDGSNKYYAD3VKGRFTXSRDH3KNI!I,Y1,QMN8I.RABDTAVYYCAR 

Consensus (52) WYDGSNKYYAD 3 VKGRFTI srdnskntlylqmnslraedtavyycar 

Section 3 

(103) 103 ,110 126_ 

CR2-1.17.1 HC(103) RYAGYYYDYGMD VWGQGTT VTV 3 3 

VW3-33 (99) 

Consensus (103) 



Figure 25B 

■ — Section 1 

(1)1 JO 20 30 40 52 

CR2-1.17.1 LC (1) DIQMTQ3PSSLSASVGDRVTITCRASOGIRNDLGWYQQKPGKAPKRLIYAAS 
A30 (1) DIQMTQ3P8 3L,8AaVGDRVTITCRA3C!GIROT<LGWYQQKPGKAPIvRLIYAA3 
Consensus (1) DIQMTQSP8SLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAAS 

_ Section 2 

(53)53 60 70 80 90 104 

CR2-1.17.1 LC (53) SLQ3GVP3RFSGSG3GTEFTLri3SIibPEBFATYYC'I>QHlC3YPIiTFGGGTKV 

A30 (53) 3LQ3GVP3RF'3G3G3GTEF7I.I , 13 31,QPBDEATYYC1,QHK3YP 

Consensus (53) 3LQ3GVP 3RF 3G3G3GTEFTLTX 33LQPEDFATYYCLQHN3YP 

, : Section 3 

(105)10fi7_ 
CR2-1.17.1 LC(105) EIK 
A30 (96) — 
Consensus (105) 
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Figure 26 



Fieure 26A 



Section 1 

(1) 1 .10 ?0 30 40 52 

CR2-1.18 HC (1) QVQLVQSGAEV*rj;PGA3VKV3CKA3GYTrT3YDINWVRQATGQGlElWSWMM 
VH1-8 (1) OVQLVQSGAEVKKPGA3VK.VSCKA3GYTFT3YDINWVRQATGQGLE*W<IGWrlN 
Consensus (1) QVQLVQSGAEVKJ<PGASVKVSCKASGYTFT3YDINWVRQATGQGLEWMGWMN 



(53) 53 60 70 _80 90 104 

CR2-1.18_HC (53) PNSGNTGYA0KFQGRVTMTP.NTSISTAYMEL3 3LR3EDTAVYYCAF.EGIAVA 

VHI-8 (53) PNSGNTGYAOKFQGRVTIOTP.HTSIBCAYKEI.S'Sl.RaEDl'AVVYCAP. 

Consensus (53) PN3GNTGYAQKFQGRVTMTRNT3I3TAYMEI,3SLR3EDTAVYYCAR 

Section 3 

(105) 105 .110 126_ 

CR2-1.18 HC (105) GTYYYYYGMDVWGQGTTVTV33 

VH1-8 (99) 

Consensus (105) 



Fieure 26B 



Section 1 

(1) 1 JO 20 30 40 53 

CR2-1.1S LC (1) DIOMTOSPa3ISASVGDRVriTCRA3QGIRNI>I.GOTYOQKeGKAPRRiXYAA33 
"A30 (1) DIQMTOSP33L3A3VGDRW5?ITCP.A3QGIRNPLGWYQQKPGKAPKRLIYAAaa 
Consensus (1) DIQMTQ3P8SLSA3VGDRVTITCRA3QGIRNDLGWYQQKPGKAPKRLIYAA3S 

Section 2 

(54) 54 60 70 80 90 106 

CR2-1.18_LC (54) LQ3GVP3RF0e3G3GTEFTLTI33I,QPEr.FAT^ClQHN3YPFTFGPGTKVDI 
A30 (54) I,Q3GVP3RFSGSG3GTEFTI.TI33I.QPEPFATYSCXQHW3YP 

Consensus (54) lqsgvpsrfsgsgsgteftltisslqpedfatyfclqhnsyp 

— . , Sedion3 

(107) TO7 
CR2-1.18_LC (107) K 
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Figure 27 

Figure 27 A 



Cur2-1.19.1 he (1) QVOLVQ3GAEVKKPGA3Vf*vVaCKA3GYTP!PeYDINWVROATGQGI.BWKGWM14 
VH1-8 (1) Q VOLVQSGAE VXKPGA 3 VK VSC KA SGYTP T SYDIKrm>RQATGQGI.BWMGWM.V 
Consensus (1) QVQLVQSGAEVKKPGASVKV8CKASGYTPT3YDINWVROATGQGLEWMGWMN 

Section 2 

(53) 53 60 70 60 90 104 

Cur2-1.19.1_hC @3) PN3GNTGYAQKFQGP.VTMTRNTSI 3TAYMELS S1RSEDTA VYYCAPvD VMITF 

VH1-8 (53) PNSGNTGYAQKFClGP.VTMTRNT SI 8TAYME1 S3LRSEDTAVYYCAR 

Consensus (53) PN3GNTGYAQKFQGRVTMTRNT3ISTAYMEL3SI,R3EDTAVYYCAR 

Section 3 



(105) 105 ,110 126 

Cut2-1.19.1 he (105) GGVIVHYGMDVWGQGTTVTVS3 

VH1-8 (99) 

Consensus (105) 



Figure 27B 



- Section 1 



(1)1 1° ?0 30 _ 

Cur2-1.19.1 Ic (1) DrWTQaPS3i3A3VGr>RVTITCkAeQGXRHDIGWYdC?KPGKAPKRl,IYAA3 
A30 (1) DIWTQ3P83tSA3VGDRVTI5<:itA3QGXRMDI.Gtir^<i<^PGRAPRRI,IYAA3 
Consensus (1) DIQMTQ3P33LSA3VGDRVTITCRA3QGIRNDLGWYQQKPGRAPKRLIYAA3 
Section 2 



Cur2-1.19.1_lc (53) 3I,QSGVPSJU>3G3GS> 



(105) 1807 
Cur2-1.19.1 lc(105) SIR 
A30 (96)--- 
Consensus(105) 
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o 



DIRECTED TO PDGFD AND USES THl 

Corvalan et al. 
10/041,860 Atty Docket: ABGENIX.OSIA 



Figure 28 



Figure 28A 



(1) 1 ,10 20 30 40 51 

Cur2-1.23.1 HC (1) EVQLVQBGABVKkPSBSlKISCEGSd^'SFTSyMXGWVRQMPGKGLBWHGII 
VH5-51 (1) BVGI,VQSGAB,V!CKPSB3LK:rSCKG3GY3FT3Y^ 

Consensus (1) evqlvqsgaevkkpgeslkisc gsgysftsywigwvrqmpgkglewmgii 



(52) 52 60 70 80 90 102 

Cuf2-1.23.1 HC (52) VPGr>SDTP.Y3FSPQ^l/rrSADKeXS?AYLQjS33I,KA3brAKYYCARHV3Y 

VH5-51 (52) VP GI< 8 D T P. YS P 8JT QGQ V T I SAD KSX ST AYI< QW S St K A 3D T AMYYC A R 

Consensus (52) YPGDSDTRYSPSFQGQVTISADKSISTAYLQWSSLKASDTAMYYCAR 

— Section 3 

(103) 103 ,1 TO 126_ 

Cur2-1.23.1 HC(103) YYV3G3YY NVPDYVJGQGTL VTVSS 

VH5-51 (99) 

Consensus (103) 



Figure 28B 



— . - Section 1 

(1) 1 ,10 20 30 40 5_1 

Cur2-123.1 LC (1) diohtqspsslsasvgdrvtitcrasqgirndlgwyoqip^kap^rliyaa 

A30 (1) DIQMTQ3PS3tSA3VGDRVTITCRASQGIP.NDI.GWYQCKPSKAPKRLIYAA 

Consensus (1) diqmtqspssi.sasvgdrvtitcrasqgirndlgwyqq pgkapkriiyaa 

: Section 2 

(52) 52 60 70 BO 90 102 

Cur2-1231 LC (52) S8LQRGVP 3RFSGaG3GTEFTLTI33LQPEDPATYYCLQHN3YPWTFGQGT 

A30 (52) 3SLQ3GVP3RF3G8GSGffEFTL.Tr3SLQPEDFATYYC:iQHIf3YP 

Consensus (52) 33LQ GVPSRF3GSG3GTEFTLTIS3LQPEDFATYYCI.QHNSYP 

. — - — . : Section 3 

(103) 103 107 
Cur2-1231 LC (103) KVEIK 
A30 (96) ----- 
Consensus (103) 
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CR2- 1.24.1 HC (1) 
VH3-33 (1) 
Consensus (1) 



QV<ilVE3GGGVVGPGR:3LRI.SCAASGFHF3SYGMHWVRQAPGKGLEWVADI 
QVQLVE 3SGGVWOPSR3I.?.LaCAASGFH p 3 3YGMHWVRQAPGH.GLBWVAVI 
QVQLVESGGGVVQPGR3LRLSCAASGFSFSSYGMHWVRQAPGKGLEWVA I 

Section 2 



CR2- 1.24.1 HC (52) 
VH3-33 (52) 
Consensus (52) 



W Y D G 3 N K Y Y AD a ! V KG RF T X 3 P. D N S K'N T L Y t 3 L P. A E P T A V Y YC A J D Q GY 

W YD6SNK Y Y AD 3VK G RF T I S RD MS K N T L Y L QM N 3 L R AE I>. T A V YYCA R 

WYDG3NKYYAD3VKGRFTISRDNSKNTLYLQMN3LRAEDTAVYYCAR 

Section 3 



(103) 103 .1 10 12B_ 

CR2-1.24.1 HC(103) 3YGYVYYDYGMDVWGQGTTVTVS3 

VH3-33 (99) - 

*s(103) 



Figure 29B 



CR2- 1.24.1 LC (1) DIQMTQSESBDSA.SVGDRVTirCaA.SOGIRND.IiGWYQQKPGKAPKRI.IYAAS 
<»30 (1 ) DIQHTO 3 PS 31 3A3VGDRVTIICRA3QGIRNt.l,GWYOOKPGKAPKRI.IYAA3 

Consensus (1) diqmtqspsslsasvgdrvtitcrasqgirndlgwyqqkpgkapkrliyaas 
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Figure 4 8 (cont) 
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Figure 4 9 
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Figure 50 
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